As a preface for the tomato special issue, a significance of tomato for research and development was described. Tomato is a model species of Solanaceae, and its genome is currently being sequenced. In order to fully utilize the genome information, scientists have to develop resources and tools for tomato functional genomics. In this special issue, such resources and tools, mainly developed by Japanese scientists were reviewed. In addition, scientific name of tomato was discussed because, for tomato being a model plant, scientists should use a common word for tomato.
Tomato is an excellent model for studying fruit development and ripening (Giovannoni, 2004; Inaba, 2007; Klee, 2004) . Tomato has many metabolites responsible for health and nutritional values (Goff and Klee, 2006) . Therefore there are many studies on elucidating how tomato regulates the accumulation of such metabolites (Akihiro et al., 2008; Saito et al., 2008a Saito et al., , 2008b Saito et al., , 2008c . Tomato is an excellent platform for stably expressing transgenes, indicating a good target for genetic engineering (Kobayashi et al., 2003; Omura et al., 2007; Sun et al., 2007) . These characteristics make it an attractive research target for practical application in food and agricultural industries. Tomato is considered as a model species of Solanaceae, and its genome is currently being sequenced as the International Tomato Sequencing Project (Mullar et al., 2005; SGN, http:// www.sgn.cornell.edu, November 15, 2008) .
In order to fully utilize the genome information, which should be available in a few years, Japan urgently needs to develop its original collection of tomato resources. The University of Tsukuba and Kazusa DNA Research Institute launched the tomato resource development program within the framework of the National BioResource Project (NBRP). In the tomato NBRP, a miniature tomato (Micro-Tom), which was originally bred by crossing Florida Basket and Ohio 4013-3 for home gardening (Scott and Harbaugh, 1989) , is used as the model cultivar. The core facility, the University of Tsukuba, is responsible for developing individual-level resources, Micro-Tom-based mutation libraries and the collection of mutants (Matsukura et al., 2007; Watanabe et al., 2007) . Kazusa DNA Research Institute is the subfacility and its task is to develop DNA-level resources such as collections of full-length cDNA clones and a variety of promoter clones for tomato genetic engineering.
In addition, other resources such as genomic DNA pool for mutant isolation by Targeting Induced Local Lesions IN Genomes (TILLING) , BAC library (Ezura et al., unpublished data) and metabolite profiling data (Iijima et al., 2008a (Iijima et al., , 2008b , and tools such as a platform of TILLING and highly efficient transformation protocol (Sun et al., 2006) for tomato functional genomics are currently being developed though efforts of Japanese researchers. These resources and tools start providing significant impacts on domestic and international tomato research communities, and allow to stimulate an international/domestic collaboration such as an establishment of the International Joint Laboratory on Tomato Functional Genomics between the University of Tsukuba, Gene Research Center and the French National Institute for Agricultural Research (INRA), Bordeaux Research Center. Activities mentioned above will definitely contribute Japanese researchers to show an initiative in the international research communities in tomato.
Two scientific names, Solanum lycopersicum L. and Lycopersicon esculentum Mill., have been used for tomato so far. However, for tomato being a model plant, scientists should use a common word for tomato, and need to know the intense debate on the position of the genus "Lycopersicon" with respect to "Solanum".
This special issue includes review articles on 1)
Phylogenic analysis of tomato and its inclusion in the Genus Solanum (Asamizu and Ezura, 2009) , 2) Mutant resources for tomato and the status of newly developed tools for using the mutant resource (Saito et al., 2009 ), 3) Application of metabolomics to improve tomato fruit productivity and quality (Iijima and Aoki, 2009) , and 4) Web databases for omics data in tomato (Suzuki et al., 2009) . I hope the information in this special issue will be useful not only for researchers who are currently working on tomato, but also for young investigators who are planning to jump in the research area of the tomato. Finally, on behalf of the principal investigator of Tomato National BioResource Project, I would like to express my hearty thanks to the Japanese Society of Horticultural Sciences for providing an opportunity to prepare this special issue.
